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Figure S1 legend

Multiple sequence alignment of S. frugiperda NSF with the homologs from yeast, human, and
other insects. Identical residues are shaded in black, while the lesser conserved positions (identity>=
60%) are shaded in gray. The N-terminal domain (NSF-N) and two ATP-binding domains (D1, D2) of
NSF are underlined. The two conserved residues E329 and R385 are indicated with black triangles. NSF
sequences are from Acyrthosiphon pisum (XP001948990), Apis mellifera (XP006572124), Bombyx mori
(XP012550741), Drosophila melanogaster 1 (NP524877), Drosophila melanogaster 2 (NP788676),
Homo sapiens (NP006169), Pediculus humanus corporis (XP002423289), Tribolium castaneum

(XP008197594), Saccharomyces cerevisiae (NP009636), and Spodoptera frugiperda (KY548397).



Table S1. mRNA expressing levels of the components of T.ni SNARE complex (=5 RPKM are shown)

Function T.ni RPKM STDEV
sites Gene

Ortholog | Control 1h 6h 12h 18h 24h 36h 48h | Control 1h 6h 12h 18h 24h  36h  48h
Syx6  |UN065189 4.52 430 558| 458 291| 257 147 120 o028 o051 015| 032] 021 011 0.19] 0.08
Syx7  |UN043481 1406| 1235| 1417| 1160] 550 403| 179 103] o012 o0s80| o06s| 027[ 032] 0.15] 0.37| 0.06
Endosome |Syx17 UNO068650 - - - - - - - - - - - - - - - -
ILysosome [syx20  [UNO51686 8.22 720| 1036 993| 66| 405| 226| 138| o024] 034] 099] 025| 022] 0.08| 0.30( 0.14
VAMP7 |UN045870 | 11.46 793| 1126 666 466| 402 227 135| 073 o049] 058] 0209 0.26] 0.17] 024 0.14
vtil UN053818 6.06 945| s861| 753 s518| 362 181 081| 039 1.03| 060| 045| 028 0.18| 0.13] 0.25
Sec20 |uN006929 | 3823 4061| 8224 3360| 2387| 1820 924 352| 216 271 235 147| 227] 111 052] 074
Endoplasmic [Sec22  |uno12616 | 2211 3360| 46.89| 3426 2093| 1780| 7.06| 267| o0.11]| 266 487| 1.90] 0.72] 1.87| 028 0.13
reiculum [syx18 [un033038 | 38.14| 1334 2750 934| 676 582 280 18| 159 o018| 111 037] 065] 0.13] 0.30][ 0.46
Usel  |UN042407 1097 | 1501| 2295| 960| 671 542| 1.72| o070] o0s81| o052| 098| 071| 066 038[ 0.17| 0.30
Betl  |UN027084 750 | 1003| 2105| 802| 642| 480 206 092] o052 o075| 1.86| 059 0.31] 057 016 0.19
Gos28 |UN019930 | 43.77| 37.84| 3490 1669| 1023| 621 375| 181| 268| 231| 246 091| 055] 0.83] 0.90| 0.16
Golgi  |Memb  [UN063443 5.83 543 841| 432 3.04| 170 096| 048] o061]| 052| 024] 034 053] 0.21| 0.19]| 0.07
apparatus |Syxs  |UN034994 | 1555 855| 1687 692 477 421 132 oso| 033| 014 101] 045] 070| 036 0.13] 0.06
Syx16  |UN068698 3.85 508 556 341 212]| 152 o095 os51| o008| 022] o026| 055| 0.07| 007 0.13] 0.14
Ykt6 UN018597 | 22.17| 2228| 3420 2063| 1356 11.42( 489 328| 100| 198| 155| 059| 033] 062 017 042
oorarization 12 UN037152 | 20.10| 2295| 1863 1331| 6.08| 364 221 141] o069| o061] 044 051| 028] 013 0.23] 0.18
Tom UN002466 7.84 250 2.05 153| 089 041 o054 o018| o0s82| o006| 029 011] 0.25| 0.16{ 0.08| 0.05
a-SNAP |uNoo6562 | 58.80| 64.80| 73.18| 4042 2171 1455 450 1.96| 336| 079| 1.70| 1.04| 1.16| 0.44| 032 022
Regulatory [\ snap [uN007066 - - - - - - - - - - - - - - - -
complex 1Nk UN023897 2898 | 2795 2176| 1278 795| 595 287 1.71| o035 092| 1.04] 052| 017] 088 0.23] 0.28
SNAP-25|UN030792 975| 1463| 1924 1737| o961| 674| 354 218] o080| o065| 063| 050 0.25] 0.20] 0.22| 0.09
_ SNAP-29|uN011395 | 2024 4364 5271 36.14| 2324| 1692 7.95| 396| 122 175| 515 1.07| 156 0.18] 0.92| 0.40
ii‘;ﬁ:; Syb UN022470 | 149.30| 343.81| 36895 218.12[ 12032 9327 3854 | 1234 270] s5.15] 6.00] 9.00| 057 1.01| 296 0.93
Syx1  |unooo63s | 4866 47.91| 4374 26.01| 1238 865 444| 250] o071| 178] 265| 067 067] 0.20] 046 051
Syx4 ? - - - - - - - - - - - - - - - -

Note: The numbers represent RPKM values. The RPKM values (total RPKM<5) for y-SNAP and Syx17 were cutoff in the transcriptome analysis (Chen et al. 2014).

?, The ortholog of Syx4 was not found in the trancriptome database. h, hours post infeciton, RPKM, reads per kilobases per million reads, STDEV, standard deviation,

T.ni, Trichoplusia ni




